Zika virus (ZIKV), a mosquito borne disease, has been linked to congenital anomalies in humans. Recent outbreaks of ZIKV have caused the scientific community to focus on this previously neglected pathogen. Information regarding phosphorylation potential of ZIKV
Zika virus phosphoproteome through the computational looking-glass and what we found there?
In wake of the recent outbreaks of ZIKV, which resulted in massive increase in microcephaly in the affected areas, it has recently been declared as a global health emergency by WHO (Heymann et al., 2016) . Rapid analysis of mechanisms underlying the pathogenesis of this virus is required for speedy development of therapeutics. Computational screening using webservers trained on experimental phosphoprotein datasets is a handy method for quick scrutinization of phosphosites in pathogenic proteins.
Virus protein phosphorylation aids in replication and disrupts the normal host-cell functions, We identified a plethora of phosphosites in the whole proteome of ZIKV (Table 1) . It is anticipated that this information will be handy in further experimental studies focused on phosphorylation of ZIKV proteins. This computational analysis provides rapid baseline information and paves way for further elucidation of the phosphorylation in ZIKV pathogenesis, until the availability of experimentally determined phosphoproteome of this virus. 
